Pathway databases.
Network representations of biological pathways offer a functional view of molecular biology that is different from and complementary to sequence, expression, and structure databases. There is currently available a wide range of digital collections of pathway data, differing in organisms included, functional area covered (e.g., metabolism vs. signaling), detail of modeling, and support for dynamic pathway construction. While it is currently impossible for these databases to communicate with each other, there are several efforts at standardizing a data exchange language for pathway data. Databases that represent pathway data at the level of individual interactions make it possible to combine data from different predefined pathways and to query by network connectivity. Computable representations of pathways provide a basis for various analyses, including detection of broad network patterns, comparison with mRNA or protein abundance, and simulation.